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Education: 



1978/1984 Moscow Engineering-Physics Institute, Moscow, Russia 

Main subjects: Functional Analysis, Analytical Geometry, Linear Algebra, 
Equations of Mathematical Physics, Theory of Functions of a Complex 
Variable, Differential Equations, Mathematical Statistics, Programming, General 
Physics, Field Theory, Theoretical Physics, Quantum Mechanics, Statistical 
Physics, Nuclear Physics, General Chemistry, Physical Chemistry, Organic 
Chemistry, General Biology, Molecular Biology, Physical Chemistry of Biopolymers. 

1985/1989 - Research Institute for Genetics of microorganisms, Moscow, 
Russia. 

Main subject: Molecular biology. 
Academic degrees: 



1984 B.S., M.S., Physics, Moscow Engineering-Physics Institute, 
Moscow,Russia 

1989 Ph.D., Molecular Biology, Institute for Genetics of Microorganisms, 
Moscow, Russia. 

Professional Experience: 



1998-present: Manager for Bioinformatics, Ceres Inc., Malibu, CA, USA. 

1996-1998: Computational Scientist, Amgen Inc., Thousand Oaks, CA, USA. 

1993-1996: Visiting Fellow in the Laboratory of Mathematical Biology 
headed by Dr. J.Maizel, NCI-NIH, Frederick, MD, USA. 

1993 (Jan-Oct): Postdoctoral Fellow at the Protein Engineering Research 
Institute, Department of Dr. H.Nakamura, Suita, Japan 

1990-1992: ASPS Postdoctoral Fellow in the laboratory of Prof. NG, 
Chemistry Department, Faculty of Science, Kyoto University, Kyoto, Japan. 
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Exhibit A 



1984-1989: Research Assistant, Junior Scientist. Institute of Genetics 
and Selection of Industrial Microorganisms, Moscow, Russia. 

Professional Activities: 



Programming: 



Computers: DEC, SUN, SGI, Titan 3000, supercomputers Hitachi, Fujitsu, 
Cray. 

Operation systems: UNIX, OS, VMS. 
Programming languages: C, Fortran. 

Program products: program packages for DNA/protein sequence analysis 
DNA-SUN; software for museum of microorganisms; program SARF for protein 
structure comparison; program 123D for fold recognition (SARF2 and 123D are 
available via WWW: http://www-lmmb.ncifcrf.gov/-nicka/info.html. 

Teaching experience: 



Informatics and computer applications in molecular biology. 
Course for postgraduate students. Moscow Institute for genetics 
of microorganisms. 1989-1990. 

Awards: 



Honors Graduate, Moscow Engineering-Physics Institute, 
Moscow, Russia, 1984 

JSPS fellowship, Japan Society of the Promotion of Science, 
Tokyo, Japan, 1990 

Programming of thinking games, golden medals on the 1st and 2nd World 
Computer Olympiad, London, 1990, 1991. 

Refereeing Service: 



Journal of Molecular Biology, CABIOS, Protein Engineering, BioSystems: 

Computer Genetics, Pacific Biocomputing Symposium, Biochimica et Biophysica Acta. 

Invited Talks: 



Iterative strategy for searching distant homologs in databases. 
UCLA, Los Angeles, CA, April 1997 

Blind predictions of protein structures with 123D. 



Critical Assessment of Structure Prediction (CAPS-2), 
Asilomar, CA, December 1996. 

Fold recognition with contact capacity potentials and secondary 
structure prediction: program 123D.National Institute for Genetics, 
Mishima, Japan, December 1996. 

Effect of secondary structure prediction on fold recognition. 
Genome Informatics 1996, Tokyo, Japan, December 1996 

Algorithms for Protein Structure Comparison. 
USC, Los Angeles, CA, March 1996 

Nontopological threading. 

UCLA, Los Angeles, CA, May 1995 

Biological meaning and statistical significance of the common spatial 
arrangements of backbone fragments in protein structures. 
Protein Engineering Research Institute (PERI), 
Suita, Japan, September 1992 

SARF: a program for comparison of protein structures. 
European Molecular Biology Laboratory (EMBL), 
Heidelberg,Germany, August 1991. 
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